Here, we report the draft genome sequences of 36 Enterococcus faecalis and 7 Enterococcus faecium isolates recovered from a beef processing facility and retail ground beef. The beef processing facility samples were collected from beef carcasses, conveyor belts, and ground product. E nterococcus faecalis and Enterococcus faecium are commensal microorganisms present in the gastrointestinal tract of both humans and cattle; therefore, enterococci are often used as an indicator of fecal contamination. We collected samples from four different locations in a commercial beef processing facility in Alberta, Canada, over an 18-month period. Enterococcus spp. were collected from a randomly selected 10-by 10-cm area on carcasses after hide removal (H) and final washing (W), as well as from conveyer belts (C) using a 2-by 2-cm sterile gauze swab (n ϭ 150 each). Ground product (n ϭ 150) and retail ground beef (n ϭ 60) samples (25 g each) were also collected during the same time period. The swabs and ground samples were homogenized and preenriched in a Stomacher 400 circulator (Seward, Norfolk, UK) at 260 rpm for 2 min in 10 ml or 225 ml of buffered peptone water, respectively, and incubated overnight at 37°C. A 1-ml aliquot of this mixture was then added to 9 ml of Enterococcosel broth (BD, Mississauga, Ontario, Canada) and incubated overnight at 37°C to enrich for Enterococcus spp. Enterococcosel broth tubes displaying evidence of esculin hydrolysis (black) were streaked onto Enterococcosel agar and incubated at 37°C. After 48 h, the plates were examined for colonies with black zones, which is indicative of esculin hydrolysis. The groES-EL spacer region of presumptive enterococcal colonies was amplified using the EntES-211-233-F and Ent-EL-74-95-R primers (1), and the product was sequenced using an ABI Prism 3130xl genetic analyzer (Thermo Fisher Scientific, Inc., Mississauga, Ontario, Canada) for confirmation and species identification. From the confirmed Enterococcus spp., 36 E. faecalis and 7 E. faecium isolates were selected for whole-genome sequencing.
removed with Trimmomatic v0.38 (3) . The paired-end reads were assembled with SPAdes v3.11.1 (4) , with the default parameters in the "careful" mode, and the quality of the assemblies was determined using QUAST v5.0.1 (5) . Contigs less than 500 bp in length were removed prior to confirming the taxonomy of each assembly with Kraken 2 v2.0.7-beta and the minikraken2 database v2 (6) . The assemblies were then annotated with Prokka v1.13.3 (7) using the default parameters. Multilocus sequence typing (MLST) was done using the Enterococcus faecalis MLST website (https://pubmlst.org/ efaecalis/) (8) and the Enterococcus faecium MLST website (https://pubmlst.org/ efaecium/) (9) . The assembly statistics, GenBank and SRA accession numbers, and MLST results for each isolate are presented in Table 1 .
The genome assemblies were also screened for the presence of antimicrobial resistance (AMR) genes using BLASTn 2.6.0ϩ and the Comprehensive Antibiotic Resistance Database (CARD; v3.0.2) (10), with a minimum identity of 90%. The most prevalent AMR genes in the E. faecalis genomes were tet(M) (25%) and erm(B) (8%); in the E. faecium assemblies, msrC (100%), aac(6=)-II (100%), and tet(M) (29%) were most frequently detected.
Data availability. All sequences and draft genome assemblies have been deposited in the Sequence Read Archive and GenBank, respectively, under the accession numbers listed in Table 1 . 
